Article DOI: https://doi.org/10.3201/eid2506.180046

Dengue Outbreak during Ongoing Civil Warr,
Taiz, Yemen

Appendix

Appendix Table. Primers used for amplification and sequencing of the DENV-2 envelope protein gene*
Primer name Sequence, 5’53’ Positiont Use
D2.553F ATRGACCTTGGTGARYTGTG 553-572 Amplification and sequencing
D2.1285R CACAGGTYACRAYRCCTCC 1267-1285 Sequencing
D2.1825R TTCCTTTGRGCTGTARYTTGTC 1804-1825 Sequencing
D2.2075F TAGGAGTAGARCCRGGACA 2075-2093 Sequencing
D2.2279R AAGGCARCHCCRTAGATT 2262-2279 Sequencing
D2.2705R CCTTTRATGTCTCCTGTCAT 2686—2705 Amplification and sequencing

*DENV-2, dengue virus type 2.
1All nucleotide positions refer to the published complete genome of DENV-2 strain 16681 (GenBank accession no. NC_001474).
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Appendix Figure 1. Flowchart detailing serologic and virologic data for patients during dengue outbreak

during ongoing civil war, Taiz, Yemen. DENV-2, dengue virus type 2; E, envelope; RT-RPA, reverse

74 SD Dengue IgG-Capture
ELISA - reactive

e Interpreted as prior DENV
infection

e The assay does not detect high
titers of IgG compatible with
a sccondary infection

transcription—recombinase polymerase amplification.

' 141 SD Dengue IgG-Capture !
ELISA - non-reactive

(Other infections?)

Page 1 of 2


https://doi.org/10.3201/eid2506.180046

D2.Yemen.397/16
> D2.Yemen.400/16
D2.Yemen/396/16
D2.Yemen.77/16
D2.Yemen.425/16
D2.Yemen.91/16
D2.Yemen.424/16
D2.Yemen.433/16
D2.Yemen.55/16

D2.Saudi Arabia Jeddah/14
99 L D2 Pakistan/11
D2.Singapore.05K4137DK1/05
D2.Indonesia. BA0SI/04
100 |- D2.Australia. TSV01/93
D2.Indonesia.98900663/98
D2.China.ZS01/01
D2.Yemen 253D/12
D2.Yemen 275D/12 Cosmopolitan
D2.Yemen 273D/12
D2.Yemen 271D/12
D2.Yemen 270D/12
D2.Yemen 249D/12
D2.Yemen 244D/12
83 D2.Yemen 235D/12
D2.Yemen 223D/12
g9 r D2.Thailand. ThD2 0078/01
D2.Vietnam.BID-V1514/07
D2.Thailand.BID-V1498/94
D2.Thailand. ThD2 0263/95 Asian |
D2.Thailand. ThNH-p14/93
D2.Thailand.16681/64
D2.China.44/89
D2.China.43/87 Asian Il
D2.New Guinea C/44
D2.China.04/85
D2.Thailand. ThD2 0284/90
D2.Nicaragua.BID-V 1237/07
D2.Puerto Rico.BID-V 1440/05
D2.Jamaica.N.1409/83
D2.Venezuela.BID-V1457/96
D2.Dominican Republic.DR31/01
D2.France.HIMTSSA MART/98
D2.Cuba.205/97
D2.Tonga/74

D2.Mexico.BID-V3356/92 y
b D2.Venezuela.BID-V3366/87 Amencan
D2.Colombia.|348600/86
88L— D2.Peru.IQT1950/95 -

99 [:— D2.Sylvatic. Malaysia.P8-1407/70
D2.Sylvatic. Malaysia.DKD811/08

D2.Sylvatic.Nigeria.|BH11664/66
98 [ D2.Sylvatic. Senegal.DakArD20761/74

82

American/Asian

79

Sylvatic

0.05

Appendix Figure 2. Maximum-likelihood phylogenetic tree of dengue virus type 2 (DENV-2) isolated in
Taiz, Yemen, 2016. The tree was constructed by using nonstructural protein 1 gene sequences. DENV-2
strains identified in this study are indicated in bold. Numbers at nodes indicate bootstrap values (%) for
1,000 replicates. Only bootstrap values 270% are shown. Scale bar indicates nucleotide substitutions per
site.
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